ABSTRACT Ferriphaselus amnicola is a freshwater, neutrophilic, iron-oxidizing bacterium that produces extracellular twisted-ribbon-like iron biominerals called stalks. Here, we report the 2.72-Mb closed genome sequence of F. amnicola strain OYT1, which was isolated from iron oxide deposits at a groundwater stream in Japan.
CDSs related to mobile genetic elements suggests that transposons and integrons have played a role in the evolution of the F. amnicola genome.
Data availability. The complete genome sequence determined in the present study has been deposited in DDBJ/ENA/GenBank under the accession no. AP018738, which is linked to the BioProject accession no. PRJDB3480.
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FIG 1
Comparison between the complete genome determined in this study and the previously reported draft genome of F. amnicola strain OYT1 (6) . Three copies of the rRNA gene operon with 2 tRNAs and over 10 CDSs for transposase and integrase were detected in the genome. Colored regions of the complete genome represent the homologous regions to the previously reported contigs. Asterisks (*) indicate partial CDSs.
